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Protein-protein interactions take place in every aspect of
life. The diversity of those interactions and their significant
role in regulatory pathways account for the special interest
in them. As shown in various diseases, protein-protein
interactions can be deregulated and the cause of illness.
Therefore, a better and more detailed understanding of
protein-protein interactions is of great importance.
Protein-protein interactions can be classified according
to their stability into permanent, long-lasting or transient,
functionality-dependent complexes [1]. The latter ones are
of special interest for using them to influence regulatory
pathways. Deeper insights into protein-protein interac-
tions can be achieved by comprehending the stability of
protein-protein complexes and especially of the interface
in all its details.
In our study we analyzed the stability of protein-protein
interactions using the recently developed HYDE scoring
function [2-4]. HYDE consistently describes hydrogen
bonds, the hydrophobic effect and polar dehydration and
has been proved successful in estimating protein-ligand
binding affinities. In this way, HYDE enables to estimate
the stability of protein-protein interactions as well as the
energetical contribution of single amino acids e.g. to iden-
tify so called ‘hotspot’ residues.
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